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NCGAS:	National	Resources	for	Computationally	
Intensive	Bioinformatics
Genomics	as	a	data-intensive	science
Bioinformatics—especially	genomics	and	
new	imaging	methods—has	taken	its	place	
as	a	Big	Data	science.	For	example,	next	
generation	sequencing	technologies	have	
increased	the	throughput	of	sequencing	
while	decreasing	the	cost	dramatically.	
The	plummeting	cost	has	led	to	a	
proliferation	of	techniques	to	explore	
phenomena	such	as	transcriptomics,	
methylation	and	metagenomics.
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NCGAS’s	primary	goals:
•	Provide	bioinformatics	expertise	to	NSF	
researchers
•	Maintain	a	curated	set	applications
•	Provide	access	to	HPC	resources,	esp.	large	
memory	clusters	=	Mason,	Bridges
•	Build	Galaxy	instances	for	our	software
•	Pursue	outreach	to	biologists	
Why	NCGAS	does	Genomics?
•	Genomics,	transcriptomics,	etc.	‘omics	have	
and	are	revolutionizing	everything	from	
ecology	to	cancer	treatment.
• Genomics	is	computationally	demanding
•	There	are	many	new	researchers,	whose	
specialties	lie	elsewhere	
IU	has	a	rich	history	in	genomics,	and	RT	in	
helping	them.
• NSF	agreed	to	fund	our	services
As	an	ITCR	partner:
NCGAS	serves	as	a	entry	point	to	the		
research	information	superhighway:
Users	by	Country
The	GALAXY.NCGAS.ORG model
NCGAS.ORG
NSF	Awards	DBI-1458641	and	ABI-1062432
Users	by	State
Thanks	to	Brian’s	tireless	efforts!
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